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Supplementary Figures
: Gene clustering of glutathione metabolism (GMP) and PPAR signaling pathway (PPAR-SP) datasets based on euclidean distance method in combination with ward HC method. Table S1 : Gene and DDs clusters as well as co-clusters generated by the proposed co-clustering algorithm based on the combination of distance (Euclidean) and HC (ward) methods for glutathione metabolism pathway datasets at 24 hour time point. Table S2 : Gene and DDs clusters as well as co-clusters generated by the the proposed coclustering algorithm based on the combination of distance (Euclidean) and HC (ward) methods for glutathione metabolism pathway datasets at 3 hour, 6 hour, 9 hour and 24 hour time points. Table S3 : Gene and DDs clusters as well as co-clusters generated by the proposed co-clustering algorithm based on the combination of distance (Euclidean) and HC (ward) methods for PPAR signaling pathway dataset dataset at 24 hour time point. Table S4 : Gene and DCCs clusters as well as co-clusters generated by the proposed coclustering algorithm based on the combination of distance (Euclidean) and HC (ward) methods for PPAR signaling pathway dataset at 3 hour, 6 hour, 9 hour and 24 hour time points.
Supplementary Tables
Figure S1: Gene clustering of glutathione metabolism (GMP) and PPAR signaling pathway (PPAR-SP) datasets based on euclidean distance method in combination with ward HC method. A) Gene clustering of GMP dataset at 24 hour time point. B) Gene clustering of GMP dataset at multiple (3 hour, 6 hour, 9hour and 24 hour) time point. C) Gene clustering of PPAR-SP dataset at 24 hour time point. D) Gene clustering of PPAR-SP dataset at multiple (3 hour, 6 hour, 9hour and 24 hour) time point. Table S1 : Gene and DDs clusters as well as co-clusters generated by the proposed co-clustering algorithm based on the combination of distance (Euclidean) and HC (ward) methods for glutathione metabolism pathway datasets at 24 hour time point.
Gene Clusters Cluster-1
Cluster-2 Cluster-3 LOC100359539/Rrm2, LOC100359539/Rrm2, Gpx6, RGD1562107 Gclc, Gstm4, Gstm3, G6pd, Gsta5, Gclc, Mgst2, Gsr, Gpx2, Gclm, Gstp1 Table S2 : Gene and DDs clusters as well as co-clusters generated by the proposed co-clustering algorithm based on the combination of distance (Euclidean) and HC (ward) methods for glutathione metabolism pathway datasets at 3 hour, 6 hour, 9 hour and 24 hour time points.
Cluster-1 Cluster-2 Cluster-3 Gene Clusters LOC100912604/Srm, Gclc, Gstm4, Gstm3, G6pd, Gsta5, Gclc, Odc1, Mgst2, Gsr, Gss, Gpx2, Gclm, Gstp1
Ggct, Gpx4, LOC100359539/Rrm2, LOC100359539/Rrm2, Idh1, Ggt5, Ggt5, Gpx6, RGD1562107 Gsta2/Gsta5, Gpx7, Gstm7, Gpx8, Apitd1/Cort/Kif1b/LOC100360180 , LOC100360180, Gstt2, Ggt1, Gstm5/LOC100912430, Idh1, Gstm1, Ggt7, Mgst3, Gsta3, Gsta4, Apitd1/Cort/Kif1b/LOC100360180 , Gsto2/LOC100909560, Gpx1, Nat8, Anpep, Gstt1, Lap3, Gsto1, Sms, Txndc12, Mgst1, Gstm2, Ggct, Oplah, Apitd1/Cort/Kif1b/LOC100360180 , Gstt2, Idh2, Sms, Gstk1, Rrm1, Hpgds, Gpx3, Apitd1/Cort/Kif1b/LOC100360180 , Gpx4 Table S4 : Gene and DCCs clusters as well as co-clusters generated by the proposed coclustering algorithm based on the combination of distance (Euclidean) and HC (ward) methods for PPAR signaling pathway dataset at 3 hour, 6 hour, 9 hour and 24 hour time points.
